Background: Endometrium acquires structural and functional competence for embryo implantation only during the receptive phase of menstrual cycle in fertile women. Sizeable data are available to indicate that this ability is acquired by modulation in the expression of several genes/gene products. However, there exists little consensus on the identity, number of expressed/not-detected genes and their pattern of expression (up or down regulation).
Introduction
Endometrium, the inner lining of the uterus, is receptive to the embryo only during a defined period in the menstrual cycle. This period called as the 'receptive phase' or the window of implantation, is marked by structural and functional maturation of endometrium [1] [2] [3] . In view of the molecular complexities involved in endometrial maturation, it is rightly believed that the events underlying the endometrial receptivity are handiworks of several genes/gene-products. The clinical relevance of endometrial receptivity has prompted several investigators to pursue studies on specific and global gene expression profiling of human endometrium.
In recent years, several microarray based investigations have been undertaken to identify the genes/proteins which are expressed in human endometrium during the receptive phase [4] [5] [6] [7] [8] [9] [10] [11] . These investigations were conducted in different study cohorts, and employed different sampling strategies, study design and analysis tools. To our knowledge no major strides have been made to arrive at a consensus on the genes, identified for their differential expression in the human endometrium during the receptive phase, across different datasets. In the present study, we adopted a systematic approach of converging the existing data on endometrial gene signatures and then scoring all the genes for their expression status (detected/not detected) as well as for their expression pattern (up or down regulation) in the receptive phase across different datasets [12] . The premise was that the screening for the ''commons'' in different data sets, differing with regard to the sample size, study design, experimental strategies, analysis tools and ethnicity of the participants, may lead to identification of the genes with higher consensus on their association with endometrial receptivity. The effects of biological variations, which are not truly associated with endometrial receptivity, are expected to be eliminated by analysing the large sample size (pooled data sets).
In recent years, a few attempts have been made to assimilate the information on global gene expression profiling of human endometrial tissues as research resources in the form of either isolated reports or databases. Diaz-Gimeno et al. [13] employed Bioinformatics tools to create an Endometrial Receptivity Array (ERA). However, genes included in the array were selected from the data derived from a single study. Another in silico investigation derived the source data from 7 microarray based studies but focussed on the identification of transcription factors, which bind to the regulatory sequences of differentially expressed genes in the receptive phase endometrium [14] . Two databases also exist, Endometrial Database (http://www.endometrialdatabase.com) and SCCPIR Endometrium Database Resource (http://edr. research.bcm.edu/edr/ui-linksseams). The former is a catalogue of the investigations on natural and stimulated cycles; endometrial receptivity, implantation and endometrial disorders. It allows the queries by gene ID but does not provide structured data on the menstrual cycle phase specific gene signatures. SCCPIR (Specialized Cooperative Centers Program in Reproduction and Infertility Research) supports an online public database-Endometrial Database Resource (EDR), which provides information on the genes, reported to be expressed in the uterus in human, mouse, rat, cow, guinea pig, pig and sheep. EDR provides ''gene specific'' information in the context of uterus. However, it does not allow a user to retrieve ''condition specific'' gene signatures. The mammalian uterus database-MGEx-Udb [15] also lacks data on menstrual cycle phase specific gene signatures.
In the present study, existing data on the context specific endometrial expression profiling was manually curated and a database created. Further the database was screened to identify the genes which display a similar trend of expression during the receptive phase in different datasets. Select genes were validated for their expression pattern in two human endometrial epithelial cell lines, differing in their adherence to embryonic cells and thus partially simulating receptive and non-receptive endometrium. Select genes were also investigated for their protein expression in pre-receptive and receptive phase human endometrial tissue sections. Efforts were also made to assess the functional significance of two RAGs in the embryo-endometrial adhesion. 
Methods

Data Compilation
The strategies for creation of HGEx-ERdb are outlined in Figure 1 . Published literature was searched extensively for the genes which are expressed in human endometrium at different stages of menstrual cycle, including those exposed to various conditions. For this, PubMed was searched with a carefully designed query set [ 
Creation of Human Gene Expression Endometrial Receptivity Database (HGEx-ERdb)
The database was created using the strategies described previously [15] . Briefly, perl based CGI script was used to create the interface for uploading of the gene lists and related information. The curated data were cross-checked by at least two investigators independently to eliminate the errors introduced during manual curation and entries. The gene related details (e.g. gene aliases, chromosomal location, potential promoter sequence [21000 to +200 bp], transcript details were downloaded from NCBI, with the aid of NCBI E-utilities (http://eutils.ncbi.nlm.nih. gov/entrez/query/static/eutils_help.html). Protein related data were downloaded from UniProt (http://www.uniprot.org). Transcription start sites were retrieved from dbTSS (ftp://ftp.hgc.jp/ pub/hgc/db/dbtss/) [16] . Ontology and protein interaction details were downloaded from Gene Ontology (ftp://ftp. geneontology.org/pub/go/) [17] and Biological General Repository for Interaction Datasets (BioGRID, http://thebiogrid.org/ download.php) [18] databases, respectively. MySQL Relational Database Management System (RDBMS) was used for storing all the data.
Derivation of Reliability Scores
Consistency of genes in terms of their expression status (expressed vs. not-detected), across various datasets, was assessed using a computational method described earlier [12] with some modifications. Genes with similar expression status (expressed vs not-detected), across different data sets, received higher score for that expression status in a specific condition. A gene received lower score if there were disagreements between different data sets or if there were less number of studies reporting this gene. In addition to counting the present (for expression)/absent (for not detected) calls for each gene, the modified program counted up and downregulated incidents. Thus, the database has an ability to display a reliability score for the ''expressed'' and ''not detected'' status in specific conditions, and also for the pattern of expression (up or down regulation) across the conditions to be compared, such as pre-receptive vs receptive or mid-proliferative vs mid-secretory phases.
Derivation of Receptivity Associated Genes (RAGs) and their in-silico Analysis HGEx-ERdb was queried to identify the genes which display differential expression in human endometrium during the receptive phase. These genes were designated as Receptivity Associated Genes (RAGs) (Figure 1 ). For identification of RAGs, the database was queried for the genelists of receptive and pre-receptive endometrium of normal healthy women only. Genelists derived from the studies on the patients with any gynaecological disorder (endometriosis, fibroids, polycystic ovarian disorder, stimulated cycles) were not considered. On querying, the database displayed individual scores of each gene (reported to be expressed in a specific condition for example receptive or pre-receptive phase) for the expression status (expressed vs not detected) and also for the expression pattern (upregulated vs downregulated). Two sets of RAGs were identified a) Up-Ex i.e. consistently expressed (Ex) and upregulated (Up) b) Down-Nd i.e. consistently not-detected (Nd) and down regulated (Down); in the receptive phase compared to the pre-receptive phase. For each Up-Ex RAG gene, the scores for expressed and up-regulated status were added, to get a cumulative score. Similarly, scores for not-detected status and down-regulated status were added, to get a cumulative score for the Down-Nd RAGs. The cumulative reliability score indicated its expression pattern across multiple genelists. A gene was assigned a score of two if found expressed/upregulated (or not detected/downregulated) in one dataset. For example, the Up-Ex gene SPP1 has a cumulative score of 30 (up-regulation score of 18 and a score of 12 for the expressed status) while GPX3 had a cumulative score of 26 (14 for the upregulation and 12 for the expressed status). The reliability score for the expressed status in the receptive phase for both the top scorers is 12, which means that the gene was found to be expressed in at least 6 studies. Similarly a score of 18 for the upregulation indicates that SPP1 was found to be upregulated during the receptive phase in at least 9 studies. This scoring strategy enabled identification of the Receptivity Associated Genes (RAGs) with higher reliability.
The RAGs were analysed for their biological process, molecular function, cellular location using databases such as the Database for Annotation, Visualization and Integrated Discovery (DAVID) [19] , GeneMANIA [20] and Gene Ontology (GO) [17] . Analysis for the transcription factor binding sites was carried out using Gene Annotation Tool to Help Explain Relationships (GATHER) [21] .
Experimental validation of the selected RAGs
Five RAGs encoding cell adhesion proteins, which have not been previously investigated for their association with endometrial receptivity, were further investigated. Their differential expression was validated by q RT-PCR in endometrial epithelial cell lines RL95-2 (more adhesive to embryonic cells) and HEC-1-A (less adhesive to embryonic cells) [22] . Three genes were selected for validation by immunolocalization of their respective protein products in the pre-receptive and receptive phase human endometrial tissues. Two of these RAGs were assessed for their potential role in embryo adhesion by in vitro spheroid attachment assays.
Antibodies
Antibody (mouse monoclonal) against human thrombospondin1 (TSP1) was procured from Sigma Aldrich, while polyclonal antibodies against human CD36 and COMP (Cartilage Oligomeric Matrix Protein) were procured from Epitomics (Burlingame, CA, USA). Antibodies against CD36 were directed against the extracellular region of protein. Secondary antibodies for immunohistochemistry were purchased from Vector Laboratories (Burlingame, CA, USA). Secondary antibody conjugated to Alexa flour 488 for immunofluorescence was obtained from Invitrogen (Dorset, UK). Rabbit and mouse IgG were procured from Millipore (Billerica, MA, USA).
Cell line maintenance
Two human endometrial epithelial cell lines {RL95-2 (CRL-1671), HEC-1-A (HTB-112)} and a human trophoblastic cell lineJAr (HTB-144) were obtained from the American Type Culture Collection (ATCC). RL95-2 was maintained in a 1:1 mixture of Dulbecco's Modified Eagle's medium (Sigma-Aldrich) and nutrient mixture F-12 containing 15 mM HEPES, L-glutamine, 1.2 g/ L sodium bicarbonate and 5.0 mg/L insulin. HEC-1-A was maintained in McCoy's 5A modified medium (Sigma-Aldrich,) with 10 mM HEPES, L-glutamine, and 2.2 g/L sodium bicarbonate. JAr cells were grown in RPMI-1640 (Sigma-Aldrich) containing 1 mM sodium pyruvate 10 mM HEPES and 2.5 g DGlucose/L (Sigma-Aldrich). Media were supplemented with 10% fetal bovine serum (Invitrogen, Carlsbad, CA, USA) and 1% penicillin streptomycin mixture (1:1). Cells were grown at 37uC in water-saturated air containing 5% CO 2. Spheroid attachment assays were carried out at different time points to confirm the differential adhesiveness of RL95-2 and HEC-1-A cell lines ( Figure S1 ) as described below.
Spheroid attachment assay
JAr cells (2.5610 6) per 6 ml RPMI medium were agitated at 37uC in 5% CO 2 on a rotator shaker at 110 rpm for 24 hrs [23, 24] . To distinguish JAr spheroids from RL95-2 cells, JAr spheroids were labeled with the membrane-permeable fluorescent dye CMFDA, 5-Chloromethylfluorescein Diacetate (Invitrogen, Dorset, UK). Spheroids were gently delivered onto a confluent monolayer of RL95-2 cells grown in 24-wells culture plate (Nunc, NY, USA). The co-culture was incubated at 37uC for 2 hours. Unattached spheroids were removed by centrifuging the plate at 10 g for 5 min with cover slips turned upside down. The medium containing unattached spheroids was removed. Attached spheroids were counted after removing the media. Percent attached spheroids were calculated by determining the fraction of attached spheroids from the total number of spheroids added. For antibody blocking experiments [25] , RL95-2 cells were seeded at a density of 7.5610 5 cells per well. Next day, cells were incubated with antibodies against CD36/COMP or rabbit IgG at a concentration of 5-7.5 mg/ml for 2 hrs at 37uC. This was followed by washing the cells with media to remove unbound antibodies. CD36/ COMP antibody or rabbit IgG treated RL95-2 cells were then checked for their ability to bind with JAr spheroids as mentioned above.
Immunofluorescence studies RL95-2 and HEC-1-A cells (approximately 5610 5 ) were seeded on coverslips in a 24 well plate. Next day, the cells were washed with PBS and fixed with 3.7% paraformaldehyde for 25 min at RT. The fixative was removed by washing the cells twice with PBS and blocking was done subsequently with 0.1% BSA for 1 hr. After a PBS wash, the cells were incubated with primary antibody CD36 (0.05 mg/ml) and COMP (0.02 mg/ml) overnight at 4uC. Next day, after a PBS wash, cells were incubated with Alexa 488 conjugated secondary antibody (0.02 mg/ml) for 11/2 hrs at 37uC. Cells were washed once with PBS and incubated with 49, 6-diamidino-2-phenylindole (DAPI) (Roche, Penzberg, Germany) for 20 min. The coverslips were mounted on glass slides and images were taken using confocal microscope (Karl Zeiss LSM 510 Meta, Germany).
Human endometrial sample collection
Ethics Statement. Endometrial tissues were collected from healthy regularly cycling women after the approval of the NIRRH Ethics Committee for Clinical Studies. The participants of the study number 140/2007 provided their written consent according to the procedure approved by the committee. Women of reproductive age (21-35 years) with a history of regular, monthly menses, at least one live birth and with no pelvic pathologies were enrolled in the study. Women using any hormonal contraceptive methods and women with history of systemic diseases like tuberculosis, diabetes, hypertension or gynecological diseases like endometriosis, adenomyosis, endometrial polyps, genital malignancies, luteal phase defects were excluded. Sections of prereceptive (collected on day 2 post-ovulation, n = 4) and receptive (collected on day 6 post-ovulation, n = 4) endometrial tissues were used in the study.
Ovulation was monitored by serial ultrasonography (USG) to ascertain the follicular collapse. The first USG was done on day 6 or day 7 of the menstrual cycle, depending on length of the last menstrual cycle, the second USG on day 8 or day 9 and then daily until the follicular rupture was observed. Endometrial tissues were collected on day 2 and day 6 following the follicular rupture and categorized as pre-receptive and receptive samples respectively. The tissue was then retrieved from the probet head into a petri plate containing saline and washed free of blood contamination. The tissue was fixed in 10% formalin in PBS for 24 hrs, and transferred to 70% ethanol for 24 hrs, followed by dehydration in the ascending grades of ethanol for 1 hr each. The tissue was next transferred to a mixture of 50% ethanol and 50% xylene for 1 hr and then to 100% xylene for 15 min or till the tissue became clear. The tissue was then transferred to paraffin wax and incubated at 56uC for 2 hrs and then 37uC overnight. Blocks were prepared and sections of 5 m were cut for immunohistochemical experiments within six months of their preparation.
Quantitative Reverse Transcription PCR
Total RNA were extracted from RL95-2 and HEC-1-A growing at three different passage numbers, using trizol method as described previously [26] . In brief, the cells ( 1610 6 ) were homogenized in 1.0 ml Trizol Reagent (Invitrogen, Carlsbad, CA, USA), followed by addition of 0.2 ml of chloroform and centrifugation at 12,000 rpm for 15-20 min at 4uC. To the aqueous phase, isopropanol (0.5 ml/ml trizol) was added and after incubation at RT for 20 min, centrifugation was done at 12,000 rpm for 30 min at 4uC. The pellet was washed with 75% ethanol, dried and dissolved in 30 ml diethypyrocarbonate (DEPC)-treated H 2 O. RNA samples were treated with RNase-free DNase (2 U/ml) at 37uC for 30 min. RNA samples were re-extracted with trizol to remove DNase and dissolved in RNase free water. RNA samples were stored at 270uC till used further.
Total RNA samples were converted to cDNA using HIGH PRIME cDNA synthesis kit (Applied Biosystems, Carlsbad, CA, USA). One microgram of RNA was reverse transcribed using random primers, reverse transcriptase buffer, dNTP mix, MultiScribeTM reverse transcriptase and RNase inhibitor. The reactions were then incubated at 25uC for 10 min, 37uC for 120 min followed by 85uC for 5 sec and then stored at 220uC.
Taqman gene expression assays for the gene of interest (labelled with 6 carboxy fluorescein or FAM dye) and housekeeping gene-18S rRNA (labelled with VIC dye-patented by Applied Biosystems) were obtained from Invitrogen. The biplex reaction containing 1 ml of diluted cDNA (0.2 mg), 1X primer probes for the gene of interest and the housekeeping gene, 1X universal PCR master mix in the 10 ml reaction volume was dispensed per well in the 96 well optical plate and amplified using 7900 HT Real Time PCR System (Applied Biosystems) for 40 cycles, each with the following parameters: denaturation at 50uC for 15 secs, and annealing and extension at 60uC for 1 min each. Real time PCRs were carried out in triplicates for each sample.
Relative quantity (RQ) of the transcripts was determined using RQ Manager software (Applied Biosystems). Relative fold change or relative expression was calculated by the delta delta Ct method. Delta Ct is the Ct value for the sample (control/experimental) normalized to the endogenous housekeeping gene (18S rRNA). Delta delta Ct was calculated by subtracting delta Ct of the calibrator or control sample from that of the experimental sample. Relative fold change or relative expression (RE) was calculated using the formula: RE = 2ˆ[-(Experimental -Control DDCt)] Values were expressed as RE 6 SEM. For MUC16, CD36 and TSP1, HEC-1-A was considered as the control sample and for SPP1 and DPP4, RL95-2 was considered as the control sample.
Immunohistochemical localization
Endometrial sections of 5 m thickness were deparaffinised in xylene and rehydrated through descending grades of methanol. Endogenous peroxidase activity was quenched by treating the sections with 0.3% H 2 O 2 in methanol for 30 min. For localization of THBS1, CD36 and COMP, the sections were blocked with 1% horse or goat serum in phosphate buffered saline (PBS) for 1 hr. and then incubated with the respective primary antibodies, diluted at 0.2 mg/ml for TSP1 and at 0.25 mg/ml for CD36 and COMP for 16 hrs at 4uC. In the negative controls, rabbit and mouse IgGs replaced respective primary antibodies. Sections were washed twice in PBS and incubated with 1:100 dilution of respective secondary biotinylated antibodies (Vector Laboratories, Burlingame, CA, USA) prepared in blocking solution for 2 hrs at RT. As per the manufacturer's instructions, solution A (avidin) and solution B (biotinylated horseradish peroxidase) were diluted 50 times in PBS. The sections were incubated in avidin-biotinhorseradish peroxidase complex (Vector Laboratories) for 30 min followed by addition of 1 mg/ml diaminobenzidene (SigmaAldrich,) prepared in 0.001% H 2 O 2 in PBS for 10 min. The immunostained sections were counterstained with hematoxylin and then gradually dehydrated, cleared in xylene and mounted in DPX (Distyrene Plasticizer and Xylene).
The staining intensities for immunoreactive antigens in the endometrial epithelium and stroma were determined using the image analysis software Aperio Image scope version v11.2.0.780 (Aperio, Vista, CA, USA). Briefly, six to seven areas encompassing epithelial or stromal cells from each section were randomly selected. The integrated optical density (IOD) value for each selected area was calculated using the software.
Statistical analysis
Statistical analyses to determine the significance of difference in the transcript levels between RL95-2 and HEC-1-A and also to determine that in the intensities of immunoreactive antigens on pre-receptive and receptive endometrial tissues were carried out using unpaired Student's t test. Analyses were carried out using GraphPad Prism (version 4.0, GraphPad Inc.; San Diego, CA). The level of significance was set at p,0.05.
Results
HGEx-ERdb
The database HGEx-ERdb currently contains 19,285 genes and is open for deposition of additional data by other investigators. The database can be queried to retrieve the expression status of the gene of interest in different stages of the menstrual cycle and various other conditions such as chemical or hormone treatment, gestation, contraception or pathologies. In addition, HGEx-ERdb provides information about the molecular features of genes or their cognate proteins (promoter sequence; amino acid sequence, location and molecular function of the encoded protein, interacting partners of the encoded protein).
Receptivity Associated Genes (RAGs)
Analysis of 84 data sets (24 studies) available on the human endometrial gene expression revealed expression of 12,099 genes during the receptive phase ( Figure 1 ). In contrast, 7289 genes appeared to be transcriptionally silent/repressed or less active in the receptive phase (as indicated by very low signal intensity in microarray hybridizations). These genes were scored for their expression status and also for their expression pattern (Tables 1, 2, 3) in the receptive phase. For 12,099 expressed genes in the receptive phase, the scores were in the range of 2-16. When scored for the expression pattern, 159 genes were upregulated in the receptive phase compared with the pre-receptive phase, with scores in the range of 2-18. Cumulative scoring led to the identification of 151 genes (Up-Ex genes) with score ranging from 4 to 30. Similarly, cumulative scoring of 7289 genes identified as ''not-detected'', and 125 downregulated genes (scores 2-6) yielded 28 Down-Nd genes, which displayed downregulation in the receptive phase as compared to the pre-receptive phase. The cumulative scores for the Down-Nd RAGs ranged from 4 to 14 (Table 4) .
Expression of RAGs in women with IVF failure
Analysis of the available two data sets of endometrial gene expression in ten women, who had previously experienced IVF failure, indicated that 12,799 genes were transcribed and 6486 appeared to be not detected. In these women, 13 genes were found to have lesser expression during the receptive phase, compared to healthy women (Table S1 ).
Gene Ontology (GO) Analysis of RAGs
RAGs were classified with Gene Ontology (GO) analysis according to molecular function, biological process and cellular component using DAVID tool. The 'molecular functions' found associated with the Up-Ex RAGs included calcium ion binding, glycosaminoglycan binding and cytoskeletal protein binding (Figure 2A) . The major 'biological processes' mediated by UpEx RAGs were regulation of cell proliferation, response to wounding, immune response, cell adhesion and cellular and chemical homeostasis. Down-Nd RAGs were also found to be associated with calcium ion binding. The major 'biological processes' of these genes were cell cycle, cell morphogenesis and motility ( Figure 2B ). The majority of Up-Ex RAGs proteins was found to encode either extracellular or plasma membrane proteins ( Figure 2C ). Only those GO annotations which had a significant pvalue ,0.05 have been depicted in Figure 2 . Up-Ex RAGs could be functionally clustered into 33 groups and Down-Nd RAGs into 5 clusters (Table S2, S3) . Major functional clusters for Up-Ex RAGs were glycosaminoglycan binding, cell migration, inorganic cation hemostasis, regulation of phosphorylation, regulation of apoptosis. Down-Nd RAGs were found in the clusters annotated as calcium binding region, domain EF hand, and mitosis.
Regulation of the RAGs
GeneMANIA analysis demonstrated co-expression (89.99%) and co-localization (6.69%) as major relationships amongst Up-Ex RAGs Figure S2A ). Down-Nd RAGs were also related to each other by co-expression (94.13%) as shown in Figure S2B . This suggested the possibility of co-regulation of RAGs by common transcription factors (TFs). To explore this, in silico analysis was carried out using GATHER [21] to identify the transcription factors which are probably shared by RAGs.
The majority of Up-Ex RAGs had TFII, AP1, NFkB, CDX2 and CEBP binding sites, thereby suggesting the possibility of activation of these TFs during the receptive phase. TFII transcription factor binding site was found in the promoters of 125 of Up-Ex RAGs, while AP1, NFkB, CDX2 and CEBP in the promoters of 113, 107, 93 and 43 of Up-Ex RAGs respectively. HNF4 transcription factor binding site was present in 27, PAX6 in 20, NFY or the nuclear factor Y binding site was found in 17 of 28 Down-Nd RAGs (Figure 3) . Interestingly, the genes coding for some of these transcription factors were also among the genes expressed in the receptive phase, such as NFkB2, NFkB1, AP1G1, AP1M1, CEBPG and CEBPD. This observation strengthens the possibility of these transcription factors activating the transcription of RAGs in the receptive phase.
Experimental Validation of Select RAGs at the Transcript and Protein levels
As acquisition of the adhesiveness is a primary feature of the receptive endometrium, we focussed on validating the expression of those RAGs which encode cell adhesion proteins. Among the Up-Ex RAGs, THBS1, COMP, CD36, MUC16, SPP1, and DPP4 were chosen because of their established role in cell adhesion and also because of their high reliability scores. Further the majority of these genes (except SPP1 and MUC16) have not been investigated previously for their association with endometrial receptivity. Lower levels of COMP and MUC16 in women with IVF failure (as per HGEx-ERdb) also prompted us to select these two RAGs.
RL95-2, a more adhesive cell line, had significantly higher (p,0.05) levels of THBS1, CD36 and MUC16 as compared to HEC-1-A, a less adhesive cell line ( Figure 4A ). However, the relative levels of SPP1 and DPP4 were significantly (p,0.05) lower in RL95-2 as compared to HEC-1-A ( Figure 4B ).
Immunohistochemical localization of THBS1,CD36 and COMP proteins demonstrated immunopositivity in the cytoplasmic compartment of the glandular epithelium and stroma of human endometrium ( Figure 5A ). However, intensities of immunolocalized proteins were remarkably higher in the epithelial compartment as compared to stromal compartment. Further intensities of immunoreactive proteins in endometrium were significantly higher (p,0.05) in the receptive phase as compared to that in pre-receptive phase ( Figure 5B ). This reiterated the validity of their placement in the list of RAGs. Luminal epithelia of endometrial tissues also demonstrated the presence of immunoreactive CD36, THBS1 and COMP ( Figure 5C ). Their intensities appeared to be higher in the receptive phase endometrium compared to pre-receptive endometrium. Presence of these proteins in the luminal epithelial compartment hinted at the possibility of their role in embryo adhesion.
Confocal microscopy analysis revealed presence of CD36 and COMP on the cell surface of RL95-2 and HEC-1-A ( Figure S3 ). Further immunofluorescence studies demonstrated higher intensities of immunoreactive CD36 and COMP in RL95-2 as compared to HEC-1-A ( Figure 6A ). Preincubation of RL95-2 cells with antibodies against CD36,COMP and CD36 combined with COMP led to a reduction in the percentage of spheroids attached (19.5%,12.83% and 28.16% respectively) to RL95-2 cells compared to those treated with same concentration of rabbit IgGs ( Figure 6B ). These observations were implicative of the possibility that these two molecules, especially CD36 play an important role in embryo-endometrial adhesion.
Discussion
Embryo implantation is one of the most crucial steps that dictate the outcome of reproduction and hence has attracted the attention of several researchers engaged in pregnancy research. It is well established that embryo implantation is initiated only when the endometrium of uterus is hormone primed and appropriately transformed at structural and functional levels [27] . Endometrial transformation towards the receptivity is mediated by a large number of gene/gene products. Several investigations [4] [5] [6] [7] [8] [9] [10] [11] have led to the identification of genes which are differentially expressed during the receptive period in menstrual cycle. Realizing the relevance of assimilating this information on a single platform and identifying those genes that display the similar status or pattern of expression in different datasets, the study was undertaken to create HGEx-ERdb.
HGEx-ERdb provides information about the expression of 19,285 genes in human endometrium. For the creation of this database, 312 data sets were retrieved from online resources such as GEO and 51 peer reviewed publications. HGEx-ERdb is a catalogue of all the genes, reported till date for their expression or repression in human endometrium, during various phases of the natural menstrual cycle or in other conditions including stimulated cycles.
HGEx-ERdb is the first database that stores endometrial gene expression data, particularly in the receptive phase, and allows context-specific queries. The database can be used to retrieve the following information/data: a) Expression status (in isolation or in comparison) of the gene of interest in endometrium. b) List of all the genes reported to be expressed in human endometrium in different phases of the menstrual cycle. Reliability score forms a semi quantitative method of deriving a consensus across different datasets irrespective of the technology, platform and availability of raw and processed data [12] . This score from HGEx-ERdb provides a means to select genes of higher significance for the conditions of interest. The links for functional analysis can also be useful in short-listing relevant genes.
Querying the HGEx-ERdb for endometrial gene signatures yielded 12,099 genes which are expressed and 7289 genes appear as not detected in the receptive phase endometrium. Out of these, 151 genes (Up-Ex) displayed the similar pattern of expression (upregulation) in the receptive phase as compared to pre-receptive phase across different datasets. Further, 28 genes (Down-Nd) were found to be downregulated in the receptive phase, when compared to pre-receptive phase.
The functional annotation clustering pointed that 62.25% of the Up-Ex RAGs encode the extracellular and plasma membrane proteins. This reinforces the relevance of optimal expression of cell surface and extracellular matrix proteins in endowing the endometrium with receptivity, as these proteins may be of prime importance in embryo adhesion and attendant signal transduction pathways.
Up-Ex RAGs are known to regulate cytokine-cytokine interaction pathway, complement and coagulation cascades, ECMreceptor interaction and inhibition of matrix-metalloproteinase pathway. Activation of these pathways during the receptive phase may equip the endometrium for structural and functional modifications, required for embryo attachment and growth.
In the list of Down-Nd RAGs, predominant were the genes associated with cell cycle regulation. This was implicative of decreased mitotic activity in the endometrium during the receptive phase. It is well established that endometrial receptivity is marked by cellular differentiation of the functional layer of endometrium. This probably explains downregulation in the expression of genes associated with cell cycle regulation during the receptive phase. An interesting observation was the downregulation of many members of the S100 protein family, during the receptive phase. S100 proteins, small acidic proteins of 10-12 kDa with calcium binding EF hand (helixE-loop-helixF) motifs, regulate variety of cellular functions such as cell growth and differentiation, cell cycle progression, protein phosphorylation and secretion etc. [28] . Their lesser expression during the receptive phase may regulate proliferative activity of endometrial cells.
Analysis of transcription factor binding sites (TFBS) in the regulatory regions demonstrated overrepresentation of TFII, AP1, NFkB, CDX2, CEBP binding sites in Up-Ex RAGs and that of HNF4, NFY, PAX6 in Down-Nd RAGs. Tapia et al [14] have also demonstrated the predominance of AP1, HNF4, NFY binding sites in the genes displaying differential expression during the receptive phase. However, their analysis was based on a limited number of datasets. It will be interesting to investigate whether predicted TFBSs are functional during the receptive phase and if yes, which posttranscriptional or posttranslational mechanisms are Endometrium acquires adhesiveness to an embryo only during the receptive phase and hence it was not surprising to note that most of the RAGs encode extracellular and plasma membrane proteins. This was implicative of the critical role played by genes which encode adhesive proteins. THBS1, CD36, COMP, SPPI, DPP4 and MUC16, all known for their role in cell adhesion, were chosen for the experimental validation using two human endometrial epithelial cell lines RL95-2 and HEC-1-A. Although these immortalized cell lines do not truly represent pre-receptive and receptive phase primary endometrial tissues, these were selected as experimental cell models for the validation of transcription pattern of RAGs, for two reasons. First, these cell lines are known for their differential adhesiveness to embryonic cells and second, human endometrial RNA samples were not available. Further THBS1, CD36 and COMP were selected for validation in tissues (stored paraffin sections of human endometrium) by immunolocalization, as these have not been investigated previously for their expression at protein level during the receptive phase.
Interestingly, 3 members of the thrombospondin family i.e. THBS1, THBS2 and THBS5 (COMP) appeared as Up-Ex RAGs in the present study. Thrombospondins (TSPs) are modular proteins which contain globular domains at their amino and carboxyl terminals, EGF like type 2 and calcium binding type 3 repeat domains [29] . THBS1 is a large trimeric extracellular matrix protein secreted by various cell types and has been shown to interact with more than 30 cell surface molecules and matrix proteins. THBS1 mediates adhesion and migration of cells, cellular growth, platelet aggregation and angiogenesis [30, 31] . Kawano et al [32] demonstrated the expression of THBS1 in endometrial stromal cells. However, no data are available on the expression pattern of TSP proteins during the receptive phase in human endometrium. Present study, though carried out in a limited number of human samples, demonstrated higher expression of endometrial THBS1 and THBS5 (COMP) in the receptive phase, compared to pre-receptive phase. Further aberrant expression of endometrial COMP in women who undergo IVF failure, provides a circumstantial evidence of the role of TSPs in embryo implantation.
Interacting partners or receptors of THBS1 include structural proteins like collagen, fibronectin, cell surface receptors-integrins, syndecans, enzymes like elastase and cytokines such as TGFb1, in addition to CD36 or fatty acid translocase (FAT). THBS1 binds to surface receptors such as CD36 and initiates signalling to inhibit angiogenesis and cell migration [31] . Interestingly, CD36 was also found in the list of Up-Ex RAGs. Our immunohistochemical studies on the human endometrium also validated higher expression of CD36 in the receptive phase, compared to the pre-receptive phase. Also CD36 expression at transcript as well as protein levels was higher in RL95-2, a more adhesive cell line; compared to HEC-1-A, a less adhesive cell line. Thus endometrial receptivity appears to be accompanied by upregulation in the expression of anti-angiogenic genes (CD36 and THBSs) and also downregulation in the expression of cell cycle associated genes. This occurs probably to facilitate the regulation of angiogenesis and proliferation in endometrial cells during the receptive phase. In addition, CD36 may be of some relevance in embryoendometrial adhesion, as indicated by in vitro spheroid attachment assays. Treatment of RL95-2 cells with antibodies against CD36 led to a reduction in the percentage of spheroids attached. Localization in the luminal epithelium also strengthens the possibility that endometrial CD36 plays a role in embryo adhesion.
Osteopontin 1 (SPP1) and Dipeptidyl Peptidase (DPP4) scored high, as adjudged by their reliability score, for consensus on their higher expression during the receptive phase. Unexpectedly their transcript levels were found lower in more adhesive RL95-2 cell line as compared to less adhesive HEC-1-A cell line, both of epithelial origin. It may be hypothesized that the endometrial expression of SPP1 and DPP4 is increased during the receptive phase, in response to signalling from the stromal compartment of endometrial tissue. On the other hand, it may also be inferred that SPP1 and DPP4 are not the absolute determinants for the embryo adhesiveness. Indeed, no significant difference has been found in the expression of SPP1 and its receptor between fertile and infertile women [33] . SPP1 was found to be associated with endometrial maturation; however its immunohistochemical assessment did not offer great benefit as compared to the histological dating [34] .
It was also observed that 13 out of 151 Up-Ex RAGs are downregulated in the endometrium of the women who experienced IVF failure during the receptive phase. This suggested that optimal expression of these 13 genes (or some of these) in the endometrium may be crucial for embryo attachment. Indeed there exist several reports demonstrating the seminal role of some of these genes (such as LIF) in the initiation of pregnancy [35] . However other genes in this list have not been investigated to the same extent in context of their role in endometrial receptivity or embryo attachment. These genes should be explored in detail for their functional relevance in endometrial receptivity and implantation. We could not detect COMP transcripts in RL95-2 and HEC-1-A cell lines, despite using high amounts of cDNAs. However, endometrial COMP protein was found significantly higher in the receptive phase as compared to the pre-receptive phase in healthy women. It is likely that higher expression of endometrial COMP facilitates embryo adhesion and its aberrant expression during the receptive phase leads to implantation failure, as observed in women who undergo IVF failure. Although our in vitro experiments demonstrated only 12.83% decrease in the spheroid attachment to the endometrial epithelial cells pretreated with antibodies against COMP this cannot be disregarded, considering that embryo-endometrial adhesion may involve multiple cell adhesion proteins and deficiency in the expression of any of these proteins may adversely affect implantation.
MUC16 transcript levels were also found higher in RL95-2 as compared to HEC-1-A cell line. MUC16 is a membrane associated mucin with heavily glycosylated ectodomain and short cytoplasmic tail [36] . It is believed that its ectodomain contributes to the formation of a non-adhesive barrier. Indeed it has been shown that MUC16 protein is lost from the luminal epithelium of the endometrium during the receptive phase, to facilitate embryo adhesion [37] . On the other hand, evidences exist to suggest that the glycosylation pattern of MUC-1 in the receptive phase differs from that in the proliferative phase [38] [39] [40] . It is likely that similar post-translational modifications in the glycosylation pattern of MUC16 regulate adhesiveness of the endometrium to embryo. HGEx-ERdb revealed an increase in the endometrial MUC16 transcript levels in the receptive phase. To explain the need for increased transcription of MUC16 gene which encodes an antiadhesive protein, it may be hypothesized that either its antiadhesive property is modulated during the receptive phase or it performs functions other than anti-adhesion. Different domains of MUC16 protein are known to serve different functions. The cytoplasmic tail of MUC16 may mediate certain signalling functions required for embryo implantation. Endometrial MUC16 transcripts were found to be lower in the women who undergo IVF failure (Table S1 ). Signalling deficits due to poor expression of endometrial MUC16 could contribute to IVF failure.
In brief, the study has generated a valuable research resource, the Human Gene Expression Endometrial Receptivity database (HGEx-ERdb). The study also identifies a set of receptivity associated genes. Some of the RAGs may have subjugate role and their expression may be critical for endowing the endometrium with the receptivity (causal relationship), while others may have redundant role. Investigations using human endometrial epithelial cell lines as experimental models and endometrial tissues proved association of some of these RAGs with receptivity. In silico functional analysis of the RAGs derived from the database showed well-defined relationships, co-expressions and common transcription factors binding sites. All these were indicative of the strong potential of the approach employed in this study. The compilation of gene-expression data sets, and a computational scoring method have helped in identifying 179 receptivity associated genes and also a subset of 13 genes which are suboptimally expressed in the endometrium of women who underwent IVF failure. Further investigations focused on delineation of the functions of RAGs in the endometrial context will provide significant insights into the mechanisms underlying human endometrial receptivity and early pregnancy losses in humans. 
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